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VERSION WITH MARKINGS TO SHOW CHANGES MADE 
The Brief Description of the Drawings beginning at page 14, line 1 and ending on 
page 15 line 2 has been amended as follows. 

Figure 14 A. Two human sequences with the closest homology to the G elegans 
sequence gi/1 132541 (SEP ID NO:5. SEP ID NO:6V 

Figure 14B. -Computed gene tree indicating that the identified human gene 
represents an ortholog of the C elegans gene gi/1 132541. 

Figure 14C. Nucleotide sequence of the death domain gene fSEP ID NP:7 Y 
Figure 14D. Deduced amino acid sequence of the death domain protein (SEP ID 

NPi8}. 

Figure 15. Identification of candidate gene implicated in the etiology of Chronic 
Lymphocytic Leukemia (CLL). Sequence homology between a CLL region open reading frame 
and mouse Rptl (sp/P15533/RPTl) is presented (SEP ID NP:9: SEP ID NP:10Y 

Figure 16A-B. Model of regulatory functions of Rptl. Figure 16A indicates that 
in mouse T lymphocytes Rptl serves as a repressor of the gene for interleukin 2 receptor (IL- 
2R). Figure 16B demonstrates that when Rptl is knocked out, the regulatory effect is manifested 
as a block of the apoptotic pathway for T-lymphocytes resulting in accumulation of T- 
lymphocytes in blood. 
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Figure 1 7A. Two EST sequences identified by searching a protein dbEST using 
the mouse Mad3 protein as a query ($EQ ID NQ:1 1; $ E Q ID NO: 12; S E Q ID NO: 13; $EQ ID 
NQ: 14) . 

Figure 17B. Nucleotide sequence of the human Mad3 gene fSEQ ID NO: 15V 

Figure 17C. Complete sequence of the human Mad3 protein fSEO ID NO: 16 ). A 
search was conducted to identify overlapping sequences. The complete sequence of the gene was 
assembled and the amino acid sequence deduced. The translated human Mad3 sequence consists 
of 206 amino acid residues 8 i % of which are identical to the mouse Mad3 protein. 

Figure 17D. Multiple alignment of the human Mad3 amino acid sequence with 
known Mad proteins fSEO ID NOS:17-22Y 

The paragraph beginning at page 27, line 4 and ending at line 13 has been 
amended as follows. 

This list of gene and protein names is translated into a different alphabet system 
by substituting each character in the name with a predetermined unique nucleotide combination. 
The conversion chart is listed in Appendix E. The encoded names are then imported into the 
BLAST database using the FASTA format. For example, the first entry in the list above is "gfap 
gamma." After translation using the conversion chart, the same name appears as follows: 
AGCAACTAAACACCCATCCAAGCAAACACACACACAAAC (SEP ID NO: 1) 

Thus, the complete FASTA entry looks like this: 

>gi|l species,gp,gfap gamma 
AAGCAACTAAACACCCATCCAAGCAAACACACACACAAAC fSEO ID NO:2) 
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The paragraph beginning at page 28, line 8 and ending at line 16 has been 
amended as follows. 

Thus, the scientific journals are translated, using the same nucleotide 
combinations, into a continuous string of nucleotides. For example, the sentence "In the absence 
of costimulation, T cells activated through their antigen ..." is translated into 
"AAGTACAGATCCACGGAAGGAACGATCCAAACAAAGACGCAACGACAGAAATAAC 
GATCCACATAACTATCCAAATACATACGCACGGAAGTACACACGTAATTAAACACG 
GAAGTACATACAGATCCATCCACGGATCCAAATAAGGAATTAATTAGGCATCeAAA 
CAAATACGGAAGTACTCAAACACGGAACGAACCATCCACGGAAGGACCTACATACG 
TAAGCAAGGATCCACGGAAGGAACGAAGTACCTATCCAAACACAGACGGAAGTAA 
GCAACGACAGATCC " (SEP DP NO:3V 

The paragraph beginning at page 32, line 13 and ending page 33, line 2 has been 
amended as follows. 

Working with nucleotides implies that errors involving reading frames must be 
addressed. For example, working with a code of four letters, the nucleotide combination 
ATCTGTCACG (SEP ID NO:4^ could mean ATCT/GTCA or TCTG/TCAC or CTGT/CACG . 
Since the text is translated into a nucleotide combination, only one of these possibilities is 
correct. But BLAST can not distinguish between these solutions, i.e., BLAST would potentially 
match a database sequence to a wrong reading "frame in the query sequence, producing many 
nonsense results that could compromise the significance of true results. 
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